Infectious haematopoietic necrosis virus (IHNV) is an important fish pathogen that infects both wild and cultured salmonids. Since the first isolation of IHNV from rainbow trout and masu salmon in 1991, a series of IHN disease outbreak has been reported in Korea. In 2011, we isolated two IHNV isolates from rainbow trout cultured in Korea.
Infectious haematopoietic necrosis virus (IHNV) is
one of the most important rhabdoviral fish pathogens of both wild and hatchery-reared salmonid fish in North America, Europe, and Asia and causes extensive economic losses in fish culture facilities (Schütze et al., 1995; Liu H et al., 2011; Ammayappan et al., 2010) .
The first epidemics of IHNV occurred in sockeye salmon (Oncorhynchus nerka) fry at Washington and Oregon fish hatcheries during the 1950s (Liu H et al., 2011; Ammayappan et al., 2010) . IHNV has a linear, single-stranded, negative-sense RNA genome of approximately 11 kb. IHNV genome contains six genes in the order 3'-N-P-M-G-NV-L-5': the nucleoprotein †Corresponding author : Mi Seon Park
Tel : N, the phosphoprotein P, the matrix protein M, the glycoprotein G, the non-structural viral protein NV and the polymerase L (Park et al., 2010; Jonstrup et al., 2010) . The clinical signs and histopathology have been well-documented. Young fish are more susceptible to IHNV infection and losses during acute outbreaks can reach 95% (Kim et al., 2007) .
The diversity among IHNV isolates in the Hagerman
Valley region was first reported by LaPatra, who used monoclonal and polyclonal antibodies to examine the heterogeneity of serum neutralization profiles of 106 IHNV isolates from four rainbow trout culture facilities between 1990 and 1992 (Ammayappan et al., 2010 .
Later, based on sequence analyses of the G gene, phylogenetic analyses of IHNV isolates has defined three major genetic lineages or genogroups in North America, which correspond with specific portions of the geographic range of the virus and are denoted as U, M and L (Ammayappan et al., 2010; Park et al., 2010; Purcell et al., 2009; Kurath et al., 2003) . The U genogroup ranges from Alaska to Oregon, the M genogroup is found in rainbow trout culture in Idaho and in Columbia River basin, and the L genogroup is found in northern California and southern Oregon (Purcell et al., 2009) . In addition, the U and M genogroup viruses reveal host-specific virulence in vivo, however, the molecular basis for the host-specific virulence of these genogroups is not known (Park et al., 2011; Penaranda et al., 2009 
Sequence and Computer-assisted analysis
The nucleotide sequences and the deduced amino acid sequences of the full-ORF of G gene were compared with the GenBank/EMBL databases using BLAST.
Multiple sequence alignments were performed using the Korean isolates and several Japanese isolates (Fig. 2) .
It has been reported that the IHNV has independently evolved in the Japanese rainbow trout farm environment the first included the RtPy91 and RtJe00 isolates, which shared a closest common ancestor with Japanese isolates RtTochi86 and G4; the second was the RtGu01 and RtUi02 isolates, which were closest to the Japanese isolate RtNag96. Our results suggest that, of the two Korean isolates, PcKw11 showed high similarity with three Korean isolates RtUi02, RtGu01, and ChYa07 ( 98% amino acid identity) ( Fig. 2 and Table 3 ). However, the other isolate PcOj11 showed relatively low similarity with Korean isolates (93%∼97%). Instead, this isolate showed high similarity with Japanese isolates RtShiz06a, RtShiz06b, and RtTochi86 (94%∼97%) (Fig. 2 and 
